Jul-12-06 OlrZlpm Froni-Affynetrix, Inc. , 408 731.5392 T-893 P. 004/016 F- 

Application No. : 09/737^36 

AMENDMENTS TO THE CLAIMS: 
Listing of Claims; 

L (currently amended) A method for comparing a first microarray spot A with a second 
microarray spotB.comprising: 

providing a first plurality of intensity values (5,-'^)_for [[said]] a first microarray 
spot A and a second plurality of intetisity values (5jt^) for a second microarray spot 
wherein / denotes a fth pixel for spot A and k denotes a kth pixel for spot B and wherein 
the intensity values indicate nucleic acid hybridization : 

calculating a p value using Wilcoxon^s rank test, wherein said p value is for a null 
hypothesis that ^0 and an alternative hypothesis that said 9>0, wherein 5 is a test 
statistic for intensity difference between said plurality and said second plurality; and 

indicating said first microarray spot is different froin said second microarray spot 
if said p value is greater than a significance level. 

2. (original) The method of Claim 1 wherein said testing statistic is median (St)- 
median (Sk^)- 

3. (original) The method of Claim 2 wherein said significance level is 0.05. 

4. (original) The method of Claim 1 wherein said first microarray spot and second 
microarray spot are nucleic acid spots. 

5. (original) The method of Claim 4 wherein said nucleic acid spots are among at least 
100 nucleic acid spots on a substrate. 
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6. (original) The method of Claim 5 wherein said nucleic acid spots are among at least 
1000 spot$ on a substrate. 

7. (original) The method of Claim 6 wherein said nucleic acid spots are cDNA spots, 

8. (original) The method of Claim 7 wherein said nucleic acid spots are oligonucleotide 
spots. 

9. (currently amended) The method of Claim 1 further comprising step of 
combining said first plurality and said s econd plurality of intensity values if said p value 
is greater than a significance level. 

10- (cuixemly amended) A computer software product for comparing first 
microairay spot A with a second microarray spot B comprising: 

computer program code for inputing a first plurality of intensity values {St) for 
[[said]] a first microarray spot A and a second plurality of intensity values {Sk) for a 
second microarray spot wherein i denotes a fth t^ixel for spot A and k denotes a 
pixel for spot B and wherein the intensity values indicate nucleic acid hybridization: 

cornputer program code for calculating a p value using Wilcoxon's rank test, 
wherein said z? value is for a null hypothesis that ^0 and an alternative hypothesis that 
said ft>0, wherein 5 is a test statistic for intensity difference between said plurality and 
said second plurality; 
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computer program code for indicating said first microarray spot is different from 
said second microarray spot if said p value i$ greater than a significance level; and 
a computer readable media for storing said computer program codes. 

11. (original) The computer program product of Claim 10 wherein said testing statistic 
is median (Si^)-?nedian (Sk^)^ 

12. (original) The computer software product of Claim 1 1 wherein said significance 
level is 0.05. 

13. (original) The computer software product of Claim 1 1 further comprising computer 
program code for accepting user's input or selection of said significance level. 

14. (original) The computer software product of Claim 1 1 wherein said first microarray 
spot and second microarray spot are nucleic acid spots. 

15. (original) The computer software product of Claim 14 wherein said nucleic acid 
spots are among at least 100 nucleic acid spots on a substrate. 

16. (original) The computer software product of Claim 15 wherein said nucleic acid 
spots are among at least 1000 spots on a substrate. 
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17. (original) The computer software product of Claim 16 wherein said nucleic acid 
spots are cDNA spots- 

18. (original) The computer software product of Claim 16 wherein said nucleic acid 
spots are oligonucleotide spots. 

19. (currently amended) The computer software product of Claim 10 further 
comprising a computer program code for combining said f irst plurality and said second 
plurality of intensity values if said p value is greater than a significance leyel. 

20. (original) The computer software product of Claim 19 wherein said significance 
level is 0.5. 

21. (currently amended) A system for comparing nucleic acid probes_comprising: 
a processor; and 

a memory being coupled with a processor, the memory storing a plurality machine 
instructions that cause the processor to perform a plurality of logical steps when 
implemented by the processor, said logical steps including: 

inputing a first plurality of intensity values {Sf") for a first microarray spot A and a 
second plurality of intensity values (5/) for a second microarray spot wherein i 
denotes a ith pixel for spot A and k denotes a fcth pixel for spot B and wherein the 
intensity values indicate nucleic acid hvbridization: 
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calculating a p value using Wilcoxon's rank test, wherein said p value is for a null 
hypothesis that ^0 and an alternative hypothesis that said d>Q, wherein ^ is a test 
statistic for intensity difference between said plurajity and said second plurality; and 

indicating said first microarray spot is different from said second microarray spot 
if said p value is greater than a significance level. 

22. (original) The system of Claini 21 wherein said testing statistic is median (Sf^)- 
median (S^), 

23. (original) The system of Claim 22 wherein said significance level is 0.05. 

24. (original) The system of Claim 22 wherein said steps further comprise accepting 
user's input or selection of said significance level. 

25. (original) The system of Claim 21 wherein said first microarray spot and second 
microarray spot are nucleic acid spots. 

26. (original) The system of Claim 25 wherein said nucleic acid spots are among at least 
100 nucleic acid spots on a substrate, 

27- (original) The system of Claim 26 wherein said nucleic acid spots are among at least 
1000 spots on a substrate. 
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28. (original) The system of Claim 27 wherein said nucleic acid spots are cDNA spots. 

29. (original) The system of Claim 27 wherein said nucleic acid spots are 
oligonucleotide spots, 

30. (currently amended) The system of Claim 21 further comprise combining said 
first plurality and said second plurality of intensity values if said p value is greater than a 
significance level. 

31. (original) The system of Claim 30 wherein said significance level is 0.5. 

32. (withdrawn) A method for determiiung whether a transcript is present in a biological 
sample comprising; 

providing a plurality of perfect match pixel intensity values (JPMij) and 
mismatch pixel intensity values (MMik) for the transcript, wherein said PMij is the 
pixel intensity for the perfect match probe i and pixel j and MM/jt is the pixel intensity 
value for mismatch probe i and pixel k; 

calculating a p-value using one-sided Wilcoxon's rank sum test, wherein the 
/7-value is for a null hypothesis that (7nedian(PMijymedian(MMik)=^ threshold value 
and an alternative hypothesis that said {median(PMij)-rnedian(MMii^>%^\d threshold 
value; and 

indicating whether said transcript is present based upon said p-value. 
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33. (withdrawn) The method of Claim 32 wherein the threshold value is zero. 

34. (withdrawn) The method of Claim 32 wherein the threshold value is calculated 

using: t = comedian fPM Jwherein said c is a constant. 

35. (withdrawn) The method of Claim 32 wherein the threshold value is calculated 

using: t - Ci'^median (PMi)whcTcm said c is a constant. 

36. (withdrawn) The method of Claim 32 wherein said step of indicating comprises 

indicating said transcript is present if said p is smaller than a jfirst significance 
level (tti). 

37. (withdrawn) The method of Claim 32 wherein said step of indicating comprises 

indicating said transcript is absent if said p is greater or equal than a second 
significance level (a2)- 

38. (withdrawn) The method of Claim 32 wherein said step of indicating comprises 

indicating said transcript is marginally detected if cxi<p<a2. 

39. (withdrawn) A computer software produa for determining whether a transcript is 
present in a biological sample comprising: 

a computer program code for inputting a plurality of perfect match pixel 
intensity values (PMy) and mismatch pixel intensity values {MMud for the transcript, 
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wherein said PM^ is the pixel intensity for the perfect match probe i and pixel j and 
MMik is the pixel intensity value for mismatch probe i and pixel t, 

a computer software code for caJculating a p-value using one-sided 
Wilcoxon's rank sum test, wherein the p-value is for a null hypothesis that 
(jnedian(PMij)'median(MMik)=Si threshold value and an alternative hypothesis that 
said (median(PM^)-median(MMik)>ss^dtiu:cshold value; 

a computer software code for indicating whether said transcript is present 
based upon said /7-value; and 

a computer readable media for storing said code. 

40, (withdrawn) The computer software product of Claim 32 wherein said threshold 
value is zerO- 

41. (withdrawn) The computer software product of Claim 32 wherein said threshold 
value is calculated using: i - p'^median (PMO wherein said c is a constant, 

42, (withdrawn) The computer software product of Claim 32 wherein said threshold 
value is calculated using: x = C\'^median (PMO wherein said c is a constant. 

43. (withdrawn) The computer software product of Claim 32 wherein said computer 
program code for indicating comprises computer software code for indicating that 
said transcript is present if said p is smaller than a first significance level (tti). 
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44. (withdrawn) The computer software product of Claim 32 wherein said computer 

program code for indicating comprises computer software code for indicating that 
said transcript is absent if said p is greater or equal than a second significance level 
(cxz). 

45. (withdrawn) The computer software product of Claim 32 wherein said computer 
program code for indicating comprises computer software code for indicating that 
said transcript is marginally detected if ai<p<0C2. 

46. (withdrawn) A system for comparing nucleic acid probes, comprising: 

a processor; and 

a memory being coupled to the processor, the memory storing a plurality 
machine instructions that cause the processor to perform a plurality of logical 
steps when implemented by the processor, said logical steps including: 
providing a plurality of perfect match pixel intensity values (PMy) and 
mismatch pixel intensity values {MMud for the transcript, wherein said PMy is the 
pixel intensity for the perfect match probe / and pixel j and MM/jt is the pixel intensity 
value for mismatch probe i and pixel k\ 

calculating a p-value using one-sided Wilcoxon's rank sum test, wherein the 
p-value is for a null hypothesis that (Tnedian(PMij)-median(MMik)^B. threshold value 
and an alternative hypothesis that said (medi^m(PMij)-median(MMiJi)>^^id threshold 
value; and 

indicating whether said transcript is present based upon said p-value. 
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47. (withdrawn) The system of Claim 46 wherein said threshold value is zero. 

48. (withdrawn) The system of Claim 47 wherein said threshold value is calculated 
using: x = comedian (PM;) wherein said c is a constant. 

49. (withdrawn) The system of Claim 47 wherein said threshold value is calculated 
using: x = c\^median (PMO wherein said c is a constant. 

50. (withdrawn) The system of Claim 46 wherein said step of indicating comprises 
indicating said transcript is present if said p is smaller than a first significance level 
(ai). 

51 . (withdrawn) The system of Claim 50 wherein said step of indicating comprises 
indicating said transcript is absent if said p is greater or equal than a second 
significance level (az). 

52. (withdrawn) The system of Claim 51 wherein said first significance (aO is smaller 
that said iai) and said step of indicating further comprises indicating said transcript is 
marginally detected if ai<p<a2. 
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